Key indicators: single-crystal X-ray study; T = 200 K; mean (C-C) = 0.006 Å; R factor = 0.056; wR factor = 0.102; data-to-parameter ratio = 13.1.
Related literature
For drug applications of dapsone, see: Wilson et al. (1991) . For the structures of dapsone and its salts and adducts, see: Dickenson et al. (1970) ; Kus'mina et al. (1981) ; Smith & Wermuth (2012a,b) . For adducts of 3,5-dinitrobenzoic acid, see: Etter & Frankenbach (1989) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ) . (Wilson et al., 1991) . The structure of the Dapsone 0.33hydrate is known (Kus'mina et al., 1981) but salts or adducts of this compound are not common. We have reported the 1:2 co-crystalline adduct with 1,3,5-trinitrobenzene (Smith & Wermuth, 2012a) . Reported here is the structure of the 1:1 cocrystalline adduct of Dapsone with 3,5-dinitrobenzoic acid, C 12 H 12 N 2 O 2 S. C 7 H 4 N 4 O 6 (Fig. 1 ). This acid has been found to be very useful for the formation of cocrystalline adducts (Etter & Frankenbach, 1989) .
A primary intermolecular O-H···O amine hydrogen bond (Table 1 ) links the two molecules while N-H···O hydrogenbond associations with carboxyl, nitro and sulfone O-atom acceptors give a two-dimensional structure (Fig. 2) . A weak π-π interaction is also found between one of the Dapsone aromatic ring moieties (C1-C6) and that of the acid molecule 
The title compound was prepared by the intereaction of 4-(4-aminophenylsulfonyl)aniline (Dapsone) with 3,5-dinitrobenzoic acid by heating together for 15 min under reflux, 1 mmol quantities of the two reagents in 50 ml of 50% ethanolwater. Minor poorly-formed yellow crystal aggregates of the title co-crystal formed after partial room-temperature evaporation of the solvent.
Refinement
All H atoms potentially involved in hydrogen-bonding associations were located in a difference-Fourier analysis but were subsequently constrained, with U iso (H) = 1.2U eq (N, O). Other H-atoms were included at calculated positions [C-H = 0.93 Å] and also treated as riding, with U iso (H) = 1.2U eq (C). No reasonable acceptor atom could be found for one of the amine H-atoms on N4 (H411). The molecular conformation and atom-numbering scheme for the Dapsone and 3,5-dinitrobenzoic acid molecules in the title co-crystal. Non-H atoms are shown as 50% probability displacement ellipsoids and the inter-species hydrogen bond is shown as a dashed line.
Computing details

Figure 2
The hydrogen-bonding in the title adduct, viewed down the a axial direction of the unit cell. Hydrogen bonds are shown as dashed lines. For symmetry codes see Table 1 . ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
